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All selected subpopulations in the 1000 Genomes Project were closely ethnically matched with the study participants. Haplotypes were extracted from Phase 3 long-range haplotypes constructed in the 1000 Genomes Project. *Fixed-effect meta-analysis was performed for 1 discovery dataset (Korean Immunochip dataset) and two independent replication datasets (Korean replication dataset + Japanese replication dataset).
MAF: minor allele frequency; OR: odds ratio; CI: confidence interval. Figure S1 . Quantile-quantile plot for heterogeneity tests. Observed probability was calculated from the most likely non-rheumatoid arthritis SNPs (n = 1,153) associated with writing and reading ability. Inflation factor λ was 1.03. Unconditional trans-ancestral meta-analysis identified the most significant association at rs1893592, as previously analyzed in Kim, et al. (Ann Rheum Dis 2015; 74:e13) .
(B)
Regional plot for heterogeneity of effect sizes between Koreans and Europeans. Significant heterogeneity was identified at rs2839510 (P=1.1×10 −6
). 
